Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.001 Å; R factor = 0.040; wR factor = 0.114; data-to-parameter ratio = 24.4.
Related literature
For general background to and the biological activity of 1,2,3-triazole derivatives, see: Sherement et al. (2004) ; Danoun et al. (1998) ; Manfredini et al. (2000) ; Biagi et al. (2004) . For standard bond-length data, see: Allen et al. (1987) . For hydrogenbond motifs, see: Bernstein et al. (1995) . For the stability of the temperature controller used for the data collection, see: Cosier & Glazer (1986) . For related structures, see : Fun, Quah, Chandrakantha et al. (2011); Fun, Quah, Nithinchandra et al. (2011) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). Ethyl 5-methyl-1-(4-nitrophenyl)-1H-1,2,3-triazole-4-carboxylate H.-K. Fun, C. K. Quah, Nithinchandra and B. Kalluraya Comment 1,2,3-Triazole and its derivatives had attracted considerable attention for the past few decades due to their chemotherapeutical value. Many 1,2,3-triazoles are found to be potent antimicrobial (Sherement et al., 2004) and antiviral agents. Some of them have exhibited antiproliferative and anticancer activities (Danoun et al., 1998) . Some 1,2,3-triazoles are used as DNA cleaving agents (Manfredini et al., 2000) and potassium channel activators (Biagi et al., 2004) . Prompted by the chemotherapeutic importance of 1,2,3-triazoles and its derivatives, we synthesized the title compound.
In the title molecule, Fig. 1 , the 1,2,3-triazole ring (N1-N3/C7/C8, maximum deviation of 0.003 (1) Å at atoms N2 and N3) and the nitro group (O2/O3/N4) form dihedral angles of 37.93 (5) and 8.97 (12)°, respectively, with the phenyl ring (C1-C6). Bond lengths (Allen et al., 1987) and angles are within normal ranges and are comparable to related structures (Fun, Quah, Chandrakantha et al., 2011; Fun, Quah, Nithinchandra et al., 2011) . The molecular structure is stabilized by an intramolecular C41-H10B···O4 hydrogen bond (Table 1) , which generates an S(6) ring motif ( Fig. 1 , Bernstein et al., 1995) .
In the crystal structure, Fig. 2 , molecules are linked via intermolecular C1-H1A···N3, C5-H5A···N2 and C5-H5A···N3 hydrogen bonds (Table 1) into two-dimensional planes parallel to (100). π-π stacking interactions between the centroids of C1-C6 phenyl ring (Cg1) and N1-N3/C7/C8 triazole ring (Cg2), with Cg1···Cg2 iii distance of 3.6059 (6) Å [symmetry code: (iii) 1-X,-1/2+Y,1/2-Z] are observed.
Experimental 1-Azido-4-nitrobenzene (15 g) was treated with ethyl acetoacetate (8.3 g) in methanol (75 ml) and the mixture was cooled to 273 K. Sodium methoxide (3.5 g) was added under inert atmosphere to the above mixture and stirred at ambient temperature for 8 h. Progress of the reaction was monitored by TLC (ethyl acetate/n-hexane, 2:3, v/v). After completion of the reaction, the mixture was poured on to ice cold water. The precipitated solid was filtered, washed with water and recrystallized from methanol. Colourless plates of (I) were obtained from DMF by slow evaporation.
Refinement
All H atoms were positioned geometrically and refined using a riding model with C-H = 0.95-0.99 Å and U iso (H) = 1.2 or 1.5 U eq (C). A rotating-group model was applied for the methyl groups.
Figures Fig. 1 . The molecular structure of the title compound showing 50% probability displacement ellipsoids for non-H atoms. The intramolecular hydrogen bond is shown as a dashed line.
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Special details
Experimental. The crystal was placed in the cold stream of an Oxford Cryosystems Cobra open-flow nitrogen cryostat (Cosier & Glazer, 1986 ) operating at 100.0 (1) K.
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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